Dyskeratosis congenita (DC) is a rare inherited disorder with most families being of the X linked recessive type. We describe three families which show linkage to the marker DXS52 on Xq28. The combined maximum lod score was 2.00 at zero recombination. This is further evidence that the X linked DC gene is located at Xq28 and brings the reported maximum lod score for DC and DXS52 to 5.33 at zero recombination fraction, with a supporting recombination fraction interval of 0-00-0 10.
Dyskeratosis congenita is a rare inherited disorder, characterised by reticulate skin hyperpigmentation, nail dystrophy, lacrimal duct obstruction, and leucoplakia of the mucous membranes. More Lod scores were calculated using the computer program LIPED." In these calculations a disease allele frequency of 0-01 was used, and complete penetrance was assumed for hemizygous males. The supporting interval was estimated by finding the recombination fraction at the lod score which was one unit lower than the maximum lod score.
Results
Pairwise linkage analysis showed no recombination between the locus for DC and RFLPs identified by DXS52 in all three families. A combined maximum lod score of 2 00 was observed at zero recombination fraction (table  1) .
These results bring the total lod score for DC and DXS52 to 5 33 at zero recombination (table 2). The supporting recombination interval is 0-00-0-10.
Discussion
Linkage analysis in one large family using multiple X chromosomal DNA polymorphisms has previously assigned the gene for X linked recessive dyskeratosis congenita to Xq28.6 Another family showed cosegregation of DC and G6PD deficiency'4 which also maps to Xq28. Only one recombination between DC and G6PD was observed among nine postpubertal males. This study was, however, limited as the assay only allowed the genotype of the females to be assigned on the basis of their offspring's phenotypes.
The present study supports tight linkage between DC and loci on Xq28 and raises the maximum lod score for DXS52 from 3-33 previously described6 to 5-33 (table 2) . These results will allow further testing of other kindreds to identify genetic heterogeneity which has been suggested on the grounds of clinical and pedigree data.
families show linkage to a locus in Xq28. 
